
SEQUENCE LISTING 

110> Glucksmann, Maria A. 

<120> 57658, A NOVEL HUMAN URIDINE KINASE AND 
USES THEREOF 

<130> 381552001700 

<140> 09/896,522 
<141> 2001-06-28 

<150> 60/216,503 
<151> 2000-06-30 

<160> 6 

<170> FastSEQ for Windows Version 4.0 



<210> 1 

<211> 1624 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (94) . . . (927) 



qtggggtcgc ctccgacctc ggcgctgggc gggcgcgccg ggcccgggga. aggggcgggc 
gcggggaccc gatgcgcggg agcggaggcc gag atg get teg gcg gga ggc gaa 
a Met Ala Ser Ala Gly Gly Glu 

1 5 

gac tgc gag age ccc gcg ccg gag gee gac cgt ccg cac cag egg ccc 
Asp Cys Glu Ser Pro Ala Pro Glu Ala Asp Arg Pro His Gin Arg Pro 
10 15 20 

ttc ctg ata ggg gtg age ggc ggc act gec age ggg aag teg acc gtg 
Phe Leu lie Gly Val Ser Gly Gly Thr Ala Ser Gly Lys Ser Thr Val 
25 30 35 

tgt gag aag ate atg gag ttg ctg gga cag aac gag gtg gaa cag egg 
Cvs Glu Lys lie Met Glu Leu Leu Gly Gin Asn Glu Val Glu Gin Arg 
40 45 50 55 

cag egg aag gtg gtc ate ctg age cag gac agg ttc tac aag gtc ctg 
Gin Arg Lys Val Val lie Leu Ser Gin Asp Arg Phe Tyr Lys Val Leu 

60 65 70 

acg gca gag cag aag gec aag gee ttg aaa gga cag tac aat ttt gac 
Thr Ala Glu Gin Lys Ala Lys Ala Leu Lys Gly Gin Tyr Asn Phe Asp 

75 80 85 

cat cca gat gec ttt gat aat gat ttg atg cac agg act ctg aag aac 
His Pro Asp Ala Phe Asp Asn Asp Leu Met His Arg Thr Leu Lys Asn 
90 95 100 



1 



ate gtg gag ggc aaa acg gtg gag gtg ccg acc tat gat ttt gtg aca 450 
He Val Glu Gly Lys Thr Val Glu Val Pro Thr Tyr Asp Phe Val Thr 
105 110 115 

cac tea agg tta cca gag acc acg gtg gtc tac cct gcg gac gtg gtt 498 
His Ser Arg Leu Pro Glu Thr Thr Val Val Tyr Pro Ala Asp Val Val 
120 125 130 135 

ctg ttt gag ggc ate ttg gtg ttc tac age cag gag ate egg gac atg 546 
Leu Phe Glu Gly He Leu Val Phe Tyr Ser Gin Glu He Arg Asp Met 

140 145 150 

ttc cac ctg cgc etc ttc gtg gac acc gac tec gac gtc agg ctg tct 594 
Phe His Leu Arg Leu Phe Val Asp Thr Asp Ser Asp Val Arg Leu Ser 

155 160 165 

cga aga gtt etc egg gac gtg cgc cga ggg agg gac ctg gag cag att 642 
Arg Arg Val Leu Arg Asp Val Arg Arg Gly Arg Asp Leu Glu Gin He 
170 175 180 

ctg acg cag tac acc acc ttc gtg aag ccg gec ttc gag gag ttc tgc 690 
Leu Thr Gin Tyr Thr Thr Phe Val Lys Pro Ala Phe Glu Glu Phe Cys 
185 190 195 

ctg ccg aca aag aag tat gec gat gtg ate ate cca cga gga gtg gac 738 
Leu Pro Thr Lys Lys Tyr Ala Asp Val He He Pro Arg Gly Val Asp 
200 205 210 215 

aat atg gtt gec ate aac ctg ate gtg cag cac ate cag gac att ctg 786 
Asn Met Val Ala He Asn Leu lie Val Gin His He Gin Asp He Leu 

220 225 230 

aat ggt gac ate tgc aaa tgg cac cga gga ggg tec aat ggg egg age 834 
Asn Gly Asp He Cys Lys Trp His Arg Gly Gly Ser Asn Gly Arg Ser 

235 240 245 

tac aag egg acc ttt tct gag cca ggg gac cac cct ggg atg ctg acc 882 
Tyr Lys Arg Thr Phe Ser Glu Pro Gly Asp His Pro Gly Met Leu Thr 
250 255 260 

tct ggc aaa egg tea cat ttg gag tec age age aga ccc cac tga 927 
Ser Gly Lys Arg Ser His Leu Glu Ser Ser Ser Arg Pro His * 
265 270 275 

ggggctgccg agectcaggg caggtctccc gcccggcatg tgtgttcagg gaetgagect 987 

ggggacgccc acccacaccc actgcttcct ctcggcgcac cccaggggag tgttagcagc 1047 

gaggccttcc tcactcagga gtggaaactc agatgtgtca ctcagactca acttgctggg 1107 

acactgacag gcgttcctga ggttttcagc cacttaggct cgttgcggtt taaagatccc 1167 

tctaggtcac tgagaaatgc cacagaatgt geaggaagee tgggaggctt ctgtgaggaa 1227 

tgtgaggcac attattgggg aaattgagga gaeagectag acactggctg gcctgatgtt 1287 

ttgttgacag tgaacccaca gtgggagaga gttttttcca gtctgatctg gttcttacac 1347 

actcacacac ataactcaaa agttttgtga acaagtactt tcctttttta catgttacat 1407 

gtcctcatgt tttctgtttt ctgtttcata acacaaggct ggttgtggcc tacaaaccta 1467 

atttcatgac ccagtggttt gcagtccagc gtggcctaca cggatatggg gagecactga 1527 

gggatgtttt ccccccttgc ttgtgcctta aaggcagaga agegaggegg atgccctgga 1587 

agcacccagc atcacaccca ggcttgtgcg gggccag 1624 



2 



<210> 2 
<211> 277 
<212> PRT 

<213> Homo sapiens 



Met Ala Ser Ala Gly Oly Glu Asp Cys Glu Ser Pro Ala Pro Glu Ala 

5 10 

Asp Arg Pro His Gin Arg Pro Phe Leu lie Gly Val Ser Gly Gly Thr 

Ala Ser Gly Lys Ser Thr Val Cys Glu Lys lie Met Glu Leu Leu Gly 

Gin Asn Glu Val Glu Gin Arg gL Arg Lys Val Val He Leu Ser Gin 

Asp Arg Phe Tyr Lys Val Leu Thr Ala Glu Gin Lys Ala Lys Ala Leu 

Lys Gly Gin Tyr Asn Phe Asp His Pro Asp Ala Phe Asp Asn Asp Leu 

85 90 
Met His Arg Thr Leu Lys Asn lie Val Glu Gly Lys Thr Val Glu Val 

100 105 
Pro Thr Tyr Asp Phe Val Thr His Ser Arg Leu Pro Glu Thr Thr Val 

nc 120 125 

Val Tyr Pro Ala Asp Val Val Leu Phe Glu Gly lie Leu Val Phe Tyr 

Ser III Glu lie Arg Asp Met Phe His Leu Arg Leu Phe Val Asp Thr 

c 150 155 

Asp Ser Asp Val Arg Leu Ser Arg Arg Val Leu Arg Asp Val Arg Arg 

Gly Arg Asp Leu Glu Gin He Leu Thr Gin Tyr Thr Thr Phe Val Lys 

180 185 
Pro Ala Phe Glu Glu Phe Cys Leu Pro Thr Lys Lys Tyr Ala Asp Val 

qc 200 20b 

lie lie Pro Arg Gly Val Asp Asn Met Val Ala lie Asn Leu lie Val 

910 215 220 . . 

Gin His He Gin Asp lie Leu Asn Gly Asp lie Cys Lys Trp Hxs Arg 

Gly Gly Ser Asn Gly Arg Ser Tyr Lys Arg Thr Phe Ser Glu Pro Gly 

Asp His Pro Gly Met Leu Thr Ser Gly Lys Arg Ser His Leu Glu Ser 

265 



260 

Ser Ser Arg Pro His 
275 



<210> 3 

<211> 834 

<212> DNA 

<213> Homo sapiens 



atqacttcgg cgggaggcga agactgcgag agccccgcgc cggaggccga ccgtccgcac 
calcggccc? tcc?gaLgg ggtgagcggc ggcactgcca gcgggaagtc gaccgtgtgt 
aaaaaqatca tggagttgct gggacagaac gaggtggaac agcggcagcg gaaggtggtc 
atccSaocc algacaggtt Sacaaggtc ctgacggcag agcagaaggc caaggccttg 
aaaggacagt acaattSga ccatccagat gcctttgata atgatttgat 9cacaggact 
ctgaagaaca tcgtggaggg caaaacggtg gaggtgccga "tatgattt tgtgacacac 
tcaaggttac cagagaccac ggtggtctac cctgcggacg tggttctgtt tgagggcatc 



60 
120 
180 
240 
300 
360 
420 
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■ 

ttggtgttct acagccagga gatccgggac atgttccacc tgcgcctctt cgtggacacc 
gactccgacg tcaggctgtc tcgaagagtt ctccgggacg tgcgccgagg fMSPcctg 
gagcagattc tgacgcagta caccaccttc gtgaagccgg ccttcgagga gttctgcctg 
^cgacaaaga agtatgccga tgtgatcatc ccacgaggag tggacaatat ggttgccatc 
aacctga^g tgcagcacat ccaggacatt ctgaatggtg acatctgcaa atggcaccga 
ggagggtcca atgggcggag ctacaagcgg accttttctg agccagggga ccaccctggg 
atgctgacct ctggcaaacg gtcacatttg gagtccagca gcagacccca ctga 

<210> 4 
<211> 231 
<2X2> PRT 

<213> Artificial Sequence 
<220> 

<223> Consensus amino acid sequence 

Vai°ne Gly Val Ala Gly Ser Ser Gly Ala Gly Lys Thr Thr Val Ala 

1 5 10 15 

Arc Arg He Val Ser He Phe Gly Arg Glu Gly Val Pro Ala Ala Gly 

9 9 20 25 30 

lie Glu Gly Asn Pro Asp Ser Asn Thr Gly Asp Ser Phe Leu Arg Leu 

35 40 45 

Asp Arg Phe Tyr Met Asp Leu His Leu Glu Asp Arg Lys Arg Ala Gly 

50 55 60 

Asn Lys His Tyr Ser Phe Phe Ser Pro Glu Ala Asn Asp Phe Asp Leu 

70 75 
Leu Tyr Glu Val Phe Lys Glu Leu Lys Glu Gly Lys Ser Val Asp Lys 

85 90 95 

Pro lie Tyr Asn His Val Thr Gly Glu Arg Asp Pro Asp Gly Gin Glu 

100 HO 
Pro Gly Thr Phe Thr Asp Trp Pro Glu Leu He Glu Gly Ala Asp Val 

115 120 125 

Leu Val lie Glu Gly Leu His Ala Leu Tyr Asp Glu Arg Glu Val Asn 
130 135 "0 

III Glu Leu Ala Arg Lys lie Gin Arg Asp Met Ala Glu Arg Gly His 

165 "0 I 75 

Ser Leu Glu Gly Val Leu Asp Ser lie Glu Lys Arg Arg Lys Pro Asp 

180 185 I 90 

Tyr Val Asn Tyr lie Ala Pro Gin Phe Ser Tyr Ala Asp Leu He He 

195 200 205 

Gin Arg Val Pro Thr Val Asp Thr Ser Asn Asp Phe He Ala Lys He 

210 215 220 

He Pro Val Arg Asp Glu Leu 
225 230 



Val Ala Gin Leu Leu Asp Leu Lys He Tyr Val Asp Pro Asp He Asp 

155 I 60 



150 



<210> 5 
<211> 125 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Consensus amino acid sequence 
<400> 5 



480 
540 
600 
660 
720 
780 
834 



4 



4 



Leu Lys lie Phe 
1 

lie Lys Arg Asp 

20 

Glu Gin Tyr Met 
35 

Pro Thr Lys Lys 
50 

His Val Ala He 
65 

Glu Gly Leu Ser 

Lys Arg Thr Phe 

100 

Gly Lys Arg Gin 
115 



Val Asp Thr Asp 
5 

Val Asn Glu Arg 

Lys Phe Val Lys 

40 

Tyr Ala Asp He 
55 

Asp Leu He Val 
70 

Ser Gin His Thr 
85 

Ser Glu Pro Gly 

His Leu Glu Ser 

120 



Ala Asp Val Arg 
10 

Gly Arg Asp He 
25 

Pro Met Tyr Glu 

He He Pro Arg 

60 

Gin His He Gin 
75 

Asn Tyr Met Val 
90 

Asp His Pro Gly 
105 

Ser Ser Arg Pro 



Leu He Arg Arg 
15 

Glu Ser Val He 
30 

Gin Phe He Glu 
45 

Gly Gly Asp Asn 

Ser He Leu Asn 

80 

Asn Arg Ser Tyr 
95 

Tyr Thr Pro Ser 
110 

His 
125 



<210> 6 
<211> 124 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Consensus amino acid sequence 



<400> 6 

He He Gly He 
1 

Arg Lys He Val 

20 

He He Ser Gin 
35 

Glu Glu Arg Lys 
50 

Asp Phe Asp Leu 
65 

Ser Val Glu Val 

Asp Glu Thr Val 

100 

He Tyr Ala Leu 
115 



Ala Gly Gly Ser 
5 

Glu Met Leu Asn 

Asp Asn Tyr Tyr 

40 

Glu Asn Asn Tyr 
55 

Leu Tyr Glu His 
70 

Pro He Tyr Asp 
85 

Thr He Glu Pro 

Tyr Asp Glu Arg 

120 



Gly Ser Gly Lys 
10 

Lys Pro Gly Gin 
25 

Lys Asp Leu Ser 

Asn Phe Asp His 

60 

Leu Lys Asx Leu 
75 

Phe Lys Thr His 
90 

Ala Asp Val He 
105 

He Arg Asp Leu 



Thr Thr He Ala 
15 

Glu Lys Val Val 
30 

Glu Leu Asp Met 
45 

Pro Asp Ala Phe 

Lys Asn Gly Lys 

80 

His Arg Arg Lys 
95 

He Leu Glu Gly 
110 
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